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METHOD AND MEANS FOR SORTING AND 
IDENTIFYING BIOLOGICAL INFORMATION 

BACKGROUND OF THE INVENTION 

5 This invention relates to the characterization and 

identification of the recognition sites of antibodies. 
More particularly r this invention involves the 
determination of the specific amino acid sequence 
recognized by an antibody, and of the nucleic acid 
10 sequence encoding that amino acid sequence. 

The clonal selection theory of Burnet, which explains 
the general basis of antibody production, has gained 
virtually complete acceptance. Burnet, M. (1961) Sci. 
Am. 204 58; Jerne, N.K. (1976) Harvey Lecture 20 93. 

15 The theory is based on several premises: (1) as 

individual cells, i.e., lymphocytes, in the immune 
system differentiate, each becomes capable of producing 
only one species of antibody molecule; (2) the entire 
spectrum of possible antibody-producing cells is present 

20 within the lymphoid tissues prior to stimulation by any 
antigen; that is, the step in which each lymphocyte 
becomes; specified to produce only one type of antibody 
molecule occurs in the absence of a potential antigen 
for that antibody; and (3) lymphocyt s capable of 

25 producing an antibody specific to a particular antigen 
are induced, by the presence of that antigen, to 
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proliferate and to produce larg quantities of the 
antibody. An enormous range of genetically unique 
lymphoid cells is present in the lymphoid organs, e.g., 
the spleen, of each mammal. The spleen can be 
5 considered a library of cells r each of which can 

manufacture a unique antibody, and the library is so 
large that for any arbitrary antigen, at least one lymph 
cell exists within the library that is capable of 
recognizing the antigen and producing antibodies 
10 specific to the antigen. 

Heretofore, the production of an antibody that will 
recognize an antigen of interest has required the 
antigenic stimulation of a laboratory animal. 
Typically, the antigen is injected into a laboratory 

15 animal, and, after a suitable incubation period, a 
second injection is given. The spleen cells of the 
animal are then harvested and fused to myeloma cells. 
When fused to a spleen cell, the myeloma cell confers to 
the spleen cell its ability to grow in culture, 

20 Surviving colonies of fused cells, i.e., hybridomas, are 
then screened to identify clones that produce antibodies 
that specifically recognize the antigen. This procedure 
must be repeated each time it is desired to produce an 
antibody to a particular antigen. For each antigen of 

25 interest, it is necessary to (1) antigenically stimulate 
an animal, (2) remove its spleen and hybridize the 
spleen cells with myeloma cells, and (3) dilute, 
culture, and screen clones for specific antibody 
production. Though antibodies that recognize the 

30 antigen are produced, this technique does not identify 
the epitope, i.e., the specific site on the antigen that 
an antibody recognizes; and one cannot direct the 
development of antibodies specific to a particular 
predetermin d site or region of the antibody. Also, 

35 hybridoma techniques are not effective in the direct 
development of monoclonal antibodies that recogniz 
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haptens, i.e., molecules that contain antibody 
recognition sites, but which do not elicit an antigenic 
reaction when injected without a carrier into a 
laboratory animal. Since antigenic stimulation and 
5 antibody production are potentially hazardous to the 
host, the use of human hosts has been precluded in the 
development of monoclonal antibodies. 

The binding domain of a monoclonal antibody specific to 
a malaria virus surface protein has been identified as 

10 being no larger than 40 amino acids long. Cochrane, A. 
H. et al, Proc. Natl. Acad. Sci. U.S.A. 29 5651 (1982), 
inserted a 340 base pair sequence from a Plasmodium 
knowlesi gene into the pBR 322 vector. The engineered 
vector produced in E, coli a beta-lactamase fusion 

15 polypeptide that reacted with a monoclonal antibody 
specific to a P, knowlesi circumsporozoi te or CS 
protein. This finding indicated that the binding domain 
of the monoclonal antibody was limited to a region of 
the CS protein encoded by the inserted sequence, or 

20 approximately 110 amino acids. Lupski, J.R. et al., 
Science 220 1285 (1983), used the same system and, 
employing transposition mapping techniques, further 
localized the binding domain to a 40-amino acid region 
of the CS protein. 

25 Green N, et al., published PCT application 84/00 687, 
produced antibodies by innoculating laboratory animals 
with synthetic peptides. Antibodies produced in 
response to peptides having a length of 8 to 40 amino 
acid residues and corresponding to sequences in an 

30 influenza virus protein were cross-reactive with the 
virus in vitro. 



Dame, J.B. et al., Science 225 593 (1984), sequenced the 
CS gene of Plasmodium falciparum and discover d 41 
tandem repeats of a tetrapeptide, with some minor 
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variation. Using synthetic peptides of 4, 7, 11, and 15 
amino acid residues of the predominant repeating amino 
acid sequence. Dame then conducted competitive binding 
assays to determine what length of peptide would inhibit 
5 the binding of the CS protein with a monoclonal antibody 
specific to that protein* Dame found that the synthetic 
4 amino acid sequence did not significantly inhibit 
binding, but the 7, 11 and 15 amino acid sequences did 
inhibit binding. These results suggest that this 
10 monoclonal antibody to the CS protein recognizes a 5 to 
7 amino acid sequence containing the repeating 
tetrapeptide. 

Summary of the Invention 

In one aspect the invention features a population of 
15 oligonucleotides, each containing between 1 and about 50 
tandem sequences of the same length of from about 4 to 
about 12 nucleic acid triplets. Each oligonucleotide 
encodes for a corresponding oligopeptide of about 4 to 
about 12 L-amino acid residues, and the entire 
20 population represents at least about 10% of all 

oligopeptide sequences of the selected length. In 
preferred embodiments, each member of the 
oligonucleotide population has a single copy of the 
sequence of nucleotide triplets, the oligonucleotide 
25 sequence has between 5 and 7 triplets, and the 
oligonucleotide population is generated by random 
shearing of mammalian genetic material or is chemically 
synthesized from the component nucleic acids. 

In a second aspect the invention features a population 
30 of oligbpeptides containing between 1 and about 50 

tandem sequences of the same length of about 4 to about 
12 alpha-amino acid residues, and the population makes 
up at least 10% of all peptide s quenc s of the 
predet rmined length. In preferr d embodiments each 
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member of the population has a single copy of the 
peptide sequence, the oligopeptide sequence has between 
5 and 7 L-amino acid residues, and the population is 
generated by shearing of proteins or is chemically 
5 synthesized from the component L-amino acids. 

In a third aspect, the invention features a vector 
population of substantially identical autonomously 
replicating nucleic acid sequences including a 
structural gene and a population of oligonucleotide 
10 inserts containing between 1 and about 50 tandem 

sequences of a uniform length selected from between 
about 4 to about 12 nucleic acid triplets, each insert 
is recombinantly inserted into the structural gene of 
one of the nucleotide sequences, and the oligonucleotide 
15 population encodes for at least about 10% of all 

oligopeptide sequences of the predetermined length. In 
preferred embodiments each member of the insert 
population has a single copy of the sequence of 
nucleotide triplets, and the insert has between 5 and 7 
20 triplets; the replicating sequence can be a plasmid such 
as pBR322 or pUCB, a virus such as lambda-gt 11 or 
vaccinia, or a philamentous bacterium. 

In a fourth aspect, the invention features a 
heterogeneous population of antibodies capable of 
25 binding to substantially all members of an oligopeptide 
population featured in the second aspect of the 
invention, above. 

In a fifth aspect, the invention features a population 
of binding pairs that includ s a population of peptid 
30 sequencfes all of the same length of about 4 to about 12 
L-amino acid residues and a heterogeneous population of 
antibodies capable of binding to substantially all the 
peptid sequ nces, where substantially every member of 
the peptide population is bound to a corresponding 
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antibody. 

In a sixth aspect, the invention features a matrix 
including a population of peptide sequences and a 
heterogeneous population of antibodies • 

5 In a seventh aspect, the invention features a method for 
constructing a matrix including the steps of (1) 
obtaining a population of polypeptides having a uniform 
length of between about 4 and about 12 alpha-amino acid 
residues and including at least about 10% of all peptide 

10 sequences of the predetermined length; (2) obtaining a 
heterogeneous population of antibodies capable of 
binding to substantially every member of the polypeptide 
population; and (3) contacting the antibodies with the ] 
antigens for a sufficient amount of time and under 

15 appropriate conditions so that binding occurs. In 

preferred embodiments: each of the peptide sequences 
and antibodies is isolated and each peptide sequence is 
contacted individually with each of the antibodies until 
at least one peptide sequence-antibody binding pair is 

20 identified; the peptide sequences can be immobilized on 
an appropriate substrate and the antibodies can be 
labeled; the antibodies can be immobilized and the 
peptide sequences can be labeled; or the peptide 
sequences can be excised from the polypeptides. 

25 The invention provides an efficient and convenient means 
for the production of monoclonal antibodies to any 
specific region of any antigen or hapten of interest. 
Monoclonal antibody production, according to the 
invention, does not require antigenic stimulation of a 

30 host anp.mal« The invention involves the antibody 
binding properties of a test species, but is totally 
independ nt of the ability of the test species to induce 
an antigenic response iri vivo. The invention permits 
the identification of the specific peptide sequence on a 
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protein that is recognized by an antibody. The 
specificity of antibodies recognizing distinct sequences 
on the same antigen can be differentiated. In addition, 
the invention permits the characterization and the 
5 localization on a chromosome of the nucleotide sequence 
encoding for the amino acid sequence recognized by an 
antibody. 

Using conventional monoclonal techniques r one can 
produce antibodies that might react r for example, with 

10 an undetermined site on a particular Plasmodium 

circumsporozoite protein or a particular influenza 
virus. Using the present invention, one can identify 
all the epitopes on that molecule or organism and obtain 
an antibody that recognizes each of these epitopes. An 

15 epitope is a specific site on the surface of an antigen 
that is recognized by an antibody. By judiciously 
combining a number of distinct antibodies, each of which 
recognizes a different epitope on the surface of a 
particular antigen, a material with any desired degree 

20 of specificity can be obtained. Also using the 

invention, one can identify sequences that are common 
to, e.g., the circumsporozoite proteins of several 
Plasmodium species or to several strains of influenza, 
and screen for antibodies recognizing these common 

25 sequences, thereby identifying a single set of 

antibodies, each of which is effective against a broad 
range of malarial or influenza infections. 

Certain viruses, such as the LAV or HTLV-III virus, 
contain on their surfaces both highly mutable regions 

30 and constant regions. The viruses' ability to alter 
their sjarface characteristics has hampered the 
development, through standard monoclonal techniques, of 
antibodies to these viruses. Any antibody that 
recognizes a mutable region of a virus would become 

35 ineffective as the virus mutat d and a strain develop d 
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having an alt red configuration in the region recognized 
by the antibody. Once the constant regions of a virus 
have been identified and characterizedr the invention 
permits the identification and production of antibodies 
5 that recognize these constant regions r even if the 
peptide sequences comprising these constant regions 
would not themselves elicit an immunogenic response in 
vivo. Such antibodies would be effective against 
various strains of the virus. 

10 Other features and advantages of the invention will be 
apparent from the following description of the preferred 
embodiments and from the claims. 

Preferred Embodiments 

It is believed that an epitope has limited dimensions of 
15 between about 30 and 50 angstroms. An antibody that 

recognizes a specific peptide sequence or configuration 
of carbohydrates on the surface of an antigen will 
recognize that same configuration if it is duplicated or 
closely approximated on a different antigen. This 
20 phenomenon underlies the cross-reactivity sometimes 
encountered with monoclonal antibodies. 

The size of the antibody recognition site corresponds to 
a peptide sequence in the range of between about 4 and 
about 12 amino acid residues. Mammalian proteins and 

25 polypeptides are composed almost exclusively of the 
twenty naturally occurring amino acids, i.e., glycine 
and the L isomers of alanine, valine, leucine, 
isoleucine, proline, phenylalanine, tyrosine, 
tryptophan, serine, threonine, aspartic acid, glutamic 

30 acid, asparagine, glutamine, cysteine, methionine, 

histidine, lysine, and arginine. There are about three 
million (20^) different possible sequences of the twenty 
amino acid residues taken five at a time, and about 
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sixty million if the amino acid residues are taken six 
at a time. This finite number of peptide sequences may 
represent the full range of possible antibody 
recognition sites. Production and maintenance of a 
5 representative sample of the full range of antibodies 
and of a representative sample of the peptide sequences 
of the appropriate length provides the means (1) to 
screen any antibody of interest in order to determine 
the precise peptide sequence it binds to and (2) to 
10 screen any protein in order to find an antibody specific 
to that protein. 

The present invention identifies antibody binding sites 
that comprise a primary peptide sequence or, e.g., a 
carbohydrate sequence that is closely approximated by a 
15 peptide sequence. 

Notwithstanding these beliefs, the invention provides 
the means and methods for the identification and 
characterization of epitopes, and of the antibodies that 
bind to them. 

20 Antibody production 

According to the clonal selection theory, an 
unchallenged mammalian host has the capacity to produce 
antibodies to a vast array of foreign antigens. The 
presence of an antigen triggers the proliferation of 

25 those lymphocytes already present having the ability to 
produce antibodies to the antigen. Since there is a 
finite number of peptide sequences of the length that is 
recognized by antibodies, it can be expected that each 
mammal fias the capability to produce antibodies that 

30 will recognize most if not all of thes sequences. Thus 
the spleen of a mouse or another laboratory animal can 
serve as an appropriate source for a full range of 
antibodies. The spleen can be harvested from a 
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laboratory animal r and, using standard techniques, the 
individual cells are fused to myeloma cells and 
hybridoma strains are developed. 

Depending on the desired characteristics of the 
5 resulting hybridoma population, either antigenically 
stimulated animals can be used, or animals that have not 
been specifically challenged with the antigenic material 
of interest can be used. 

If antigenically stimulated animals are used, then a 

10 higher proportion of the resulting hybridomas will 

produce antibodies specific to the antigen used. If, on 
the other hand, unchallenged animals are used, then it 
can be expected that the antibodies retrieved from the 
resulting population of hybridomas will represent a 

15 broader range of the antibodies that the animals are 
capable of producing. The antibodies produced by a 
mature animal raised under standard laboratory 
conditions will reflect and be limited by its individual 
exposure history. If spleens are harvested from several 

20 unchallenged mature animals and combined together, and 
the spleen cells fused to myeloma cells, then the 
resulting population of hybridomas will produce a more 
complete range of antibodies then would hybridomas from 
any single individual. Antibodies produced by the 

25 hybridomas derived from the spleen cells of mature 

animals that were raised aseptically or from fetal or 
neonatal animals will not reflect any exposure history 
and can be expected to represent a random sample of the 
full range of antibodies that the animals are capable of 

30 producing. 

« 

Since this procedure does not require antigenic 
stimulation of the donor animal before harvesting the 
spl en, it is now possible to develop antibodies derived 
from human cells. Normal spleen cells can be collected 



wo 87/01374 



PCT/LS86/01796 



-11- 

from one or a number of human donors and the harvested 
cells fused to myeloma cells and cultured as described 
above. Alternatively, a library of human antibodies can 
be developed over time by obtaining cell cultures from, 
5 e.g.r a large number of myeloma patients, each patient 
having a distinctive tumor. 

Production of peptide sequences 

Numerous methods are available for the production of the 
desired population of peptide sequences. For certain 

ID embodiments of the invention these peptide sequences can 
be produced directly either by randomly shearing 
proteins and then recovering by electrophoresis the 
peptide sequences of the appropriate length, or by 
synthesizing the desired peptide sequences from their 

15 component amino acids. 

Alternatively, these peptides can be produced through 
genetic engineering techniques. Peptides produced 
according to this general method can be termed coded 
peptides. A population of nucleotide sequences is first 

20 obtained of the correct length to encode for peptide 
sequences of the desired length. This can be 
accomplished either by random cleavage of biological 
genetic material followed by electrophoresis to recover 
those nucleotide sequences that were sheared to the 

25 desired length, or by synthesis from the component 
nucleic acids. 

Depending on the desired characteristics of the 
resulting population of nucleotid sequences and 
ultimately, of the peptide sequences to be produced, 
30 different techniques are used to obtain the population 
of nucleotides. If a random population of nucleotide 
5 quences is desired, then the nucleotides can be 
synthesized by adding the four nucleic acids with equal 
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frequency at each position of the growing nucleotide 
chains. If it is desired that the synthesized 
nucleotide triplets more closely reflect the 
distribution of naturally occurring triplets, then the 
5 frequency of each nucleic acid employed at the first, 
second, or third position of each triplet can be 
manipulated to approximate the frequencies at which each 
nucleic acid residue appears at each position in nature, 
as suggested in Crick F.H.C. et al.. Origin of Life, 1 

10 389-397 (1976)* Any of several sources of genetic 
material can be selected to obtain by shearing 
nucleotide sequences of the desired length, e.g«, 
cellular DNA or cDNA. cDNA, of course, would provide a 
tighter representation of the naturally occurring coding 

15 sequences. 

When the desired population of nucleotide sequences has 
been obtained, the population can then be treated to 
facilitate the insertion of each sequence into a vector 
and to facilitate the subsequent recovery of the desired 

20 peptide sequence from the culture of host cells 

incorporating the engineered vector. For example, using 
known techniques, AUG sequences can be ligated to each 
end of each member of the population of nucleotides* 
When each nucleotide is translated, the desired peptide 

25 sequence will be flanked by methionine residues. The 
translated protein can then be treated with cyanogen 
bromide, which cleaves peptides at methionine sites, to 
excise the desired peptide sequence from the protein, 
Th cleavage product can then be purified by 

30 el ctrophor sis- Alt rnatively, a restriction 

endonucleas recognition sequence can be ligated to each 
end of each member of the population of nucleotides and 
then the population of nucleotides can be treated with 
the endonuclease recognizing the ligated sequence to 

35 produce "sticky ends" which facilitate the insertion of 

'-oc^riction site in a vector 
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recognized by the endonuclease. 

Each nucleotide is then inserted into an appropriate 
vector. The ratio of nucleotide sequences to vectors 
can be controlled to ensure that no more than one 
5 nucleotide sequence is inserted into any vector. The 
nucleotide sequence must be inserted at a location in 
the vector where it will be translated in phase when the 
vector is transferred into an appropriate host cellr and 
where it will not interfere with the replication of the 

10 vector under the experimental conditions employed. The 
nucleotide sequence must be inserted into a non- 
essential region of the vector, Pieczenik, U.S. Patent 
4^359^535, hereby incorporated by reference^ discloses a 
method for inserting foreign DNA into a non-essential 

15 region of a vector. 

The nucleotide sequence is advantageously inserted in 
such a way that the peptide sequence encoded by the 
nucleotide sequence is expressed on the outside surface 
of the vector. To prepare inserts having these 

20 characteristics, an appropriate vector, e.g., a phage or 
plasmid, is first selected. The vector is then randomly 
cleaved according to the method disclosed in Pieczenik, 
U.S. Patent 4,359,535, to yield a population of linear 
DNA molecules having circularly permuted sequences. 

25 After the cleavage steps, a synthetic oligonucleotide 
linker bearing a unique nucleotide sequence not present 
on the original unmodified vector can be attached to 
both ends of each linearized vector by blunt end 
ligation. The random linears can then be treated with 

30 the restriction endonuclease specific to the attached 
sequences, to generate cohesive ends. 

DNA encoding a gene product, e.g., human hemoglobin, not 
present in the vector, is fractionated to the desired 
size, e.g., fifteen nucleotides long, and the nucleotide 
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sequences ligated to the same type of linker used with 
the random linears. The fractionated nucleotide 
sequences are then inserted into the random linears, and 
the modified vectors are transferred into appropriate 
5 host cells. The host cells are diluted, plated, and the 
individual colonies grown up. On replica plates, the 
colonies are screened with a monoclonal or polyclonal 
antibody specific to the gene product. 

A positive reaction with the antibody identifies a 

10 colony wherein the inserted nucleotide sequence is 

translated in phase, and the encoded peptide sequence is 
on the outside surface of the polypeptide or protein, 
accessible to the antibody screening assay. If a 
monoclonal antibody is employed in the screening step, 

15 then this procedure will identify only those colonies 
where the specific peptide sequence comprising the site 
recognized by that antibody is inserted on the outside 
surface of the polypeptide or protein. If a polyclonal 
antibody is employed, or a mixture of several 

20 monoclonals, then any colony containing on the outside 
surface of the polypeptide or protein any peptide 
sequence insert comprising a recognition site of the 
foreign gene product will be identified. This procedure 
identifies vectors which can be advantageously used in 

25 the present invention. 

The insertion step creates a population of vectors, each 
containing a nucleotide insert encoding for a different 
peptide sequence, each encoded peptide sequence 
containing the same desired number of amino acid 

30 residu s. This population of vectors is then transferred 
into a f)opulation of appropriate host cells. 
Concentrations of vectors and of host cells can be 
controlled to ensure that no more than one vector is 
transferred into any host cell. Cells are plated and 

35 cultured, and the translated prot ins are harvested 



wo 87/01374 



PCT/LS86/0I796 



-15- 

therefrom. 
Creating the Matrix 

The particular construction of the matrix created from 
the full range of antibodies or from the peptide 
5 sequences described above depends on its use. Either 
the antibodies or the peptide sequences are immobilized 
on a substrate, e.g., nitrocellulose. The 
immobilization can be accomplished by covalently linking 
the antibodies or peptide sequences to the substrate. 

10 Each site on the matrix is occupied by a single chemical 
species, i.e., a monoclonal antibody or a purified 
peptide. The source of each individual immobilized 
species is maintained as a separate culture. In 
general, the antibodies peptide sequences, or the test 

15 species are labeled with an appropriate label, such as a 
fluorescent compound, an enzyme, or a radioactive 
tracer. The peptide sequence itself can serve as a 
sensitive biological tag where it occurs on the surface 
of a protein or vector. 

20 Where the antibodies are immobilized, the peptide 

sequences are then contacted with the antibodies under 
appropriate conditions and for a sufficient amount of 
time so that each immobilized antibody binds to the 
peptide sequence to which it is specific. Where the 

25 peptide sequences are immobilized, the antibodies are 
then contacted with the peptide sequences so that each 
immobilized peptide sequence is recognized and bound by 
an antibody specific to that sequence. Each complex of 
peptide sequence and its bound antibody can b t rm d a 

30 binding: pair . In some cases, the antibodies or peptide 
sequences themselves are immobilized on the substrate; 
in other cases the c 11 cultures producing the 
antibodi s or peptides are immobilized. Binding pairs 
are created in a single step, taking advantage of the 
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natural affinity of antibodies for the peptide sequ nces 
to which they are specific. If a sample of peptides is 
contacted with a population of immobilized antibodies, 
then the peptides will self-sort and each will bind to 
5 its corresponding antibody. Similarly, if a sample of 
antibodies is contacted with a population of immobilized 
peptides, then the antibodies will self-sort and each 
will bind to its corresponding peptide. The sorting will 
occur notwithstanding that there is no prior knowledge 
10 as to the functional characteristics of any of the 
individual antibodies or peptides. 

A matrix where the antibodies are immobilized on the 
substrate will be designated an antibody-immobilized 
matrix, or AIM. Where each immobilized antibody forms a ^ 

15 binding pair with a corresponding peptide sequence, the 
matrix will be designated P-AIM. Similarly, a matrix 
where the peptide sequences are immobilized on the 
substrate will be designated a peptide-immobilized 
matrix, or PIM. Where each immobilized peptide sequence 

20 forms a binding pair with a corresponding antibody, the 
matrix will be designated A-PIM. 

Generally, the method of the invention involves 
contacting a test species with an intact P-AIM or an 
intact A-PIM, the specific characteristics of the matrix 

25 depending on the nature of the information sought. 

Considering the large number of different hybridomas and 
genetically engineered clones that are involved in the 
procedure of the invention, the antibodies or peptide 
sequences can be immobilized very densely on the 

30 substrate. Areas of competitive binding are identified 
when the test species is contacted with the matrix. 
Colonies from these areas can then be retriev d, 
replated less densely, and the competitive binding step 
with the test species repeated in order to specifically 
iHiantifv the individual colony producing the antibody or 
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amino acid sequence where pairing was disturbed. 

Screening an Antibody or Test Species of Interest 

A P-AIM is used both to identify and obtain antibody 
clones that are specific to a test species of interest 
5 and to identify the specific peptide sequence recognized 
by an antibody of interest. The test species can be, 
for example, a virus, a bacteriophage, a virus coat 
protein, a surface protein of a viral or bacterial 
pathogen, a protein on the surface of a malignant cell, 
10 an enzyme, or a peptide having the sequence of a 

selected portion of a protein of interest. The test 
species need not contain peptides, but may be, e.g., a 
drug or carbohydrate having a configuration that is 
closely approximated by a peptide sequence. 

15 The test species is contacted with a P-AIM in a 

competitive binding assay with each of the complexed 
binding pairs. Each binding pair occupies a unique site 
on the matrix. 

Where these pairs have been labeled, any pairings 
20 disturbed by the presence of the test species can be 
identified. 

A particularly sensitive labeling technique is obtained 
where the peptide sequences bound to the immobilized 
antibodies are on the surface of a protein or vector. 

25 After the P-AIM is created and the binding pairs are 
established, the P-AIM is thoroughly washed to remove 
any unbound peptide sequenc s. The test species is then 
contacted with the P-AIM. Any peptide sequences that 
are displaced from their corresponding antibodies by the 

30 presence of the test species can be directly titered off 
the P-AIM. Available techniques are suffici ntly 
sensitive to detect the presence of as few as ten 
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molecules of protein or v ctor organisms in the titer d 
supernatant. 

Where the test species is labeled, its binding can be 
detected directly. Each clone producing an antibody 
5 that binds to a test species is identified and cultured 
to provide a source of the antibody. Each culture 
producing a peptide sequence displaced by the presence 
of an antibody of interest is identified and cultured to 
provide a source of that peptide sequence. 

10 A PIM is used both to identify the specific sequences on 
a test protein or polypeptide that can be recognized by 
antibodies and to identify the specific peptide 
sequences recognized by an antibody of interest. The 
procedure for screening on a PIM is analogous to the 

15 procedure, above, for screening on an AIM. The test 
protein or peptide sequence, or the test antibody, is 
contacted with an intact A-PIM in a competitive binding 
assay with each of the antibody-pept ide sequence pairs,. 
The pairings disturbed by the presence of the test 

20 protein or polypeptide or test antibody are noted, and 
the clones producing the amino acid sequence to which 
pairing was disturbed are identified and cultured. By 
this method, not only is it possible to determine the 
amino acid sequence recognized by the antibody, but it 

25 is now possible as well to identify the nucleic acid 
sequence encoding this amino acid sequence, as the 
insert in the vector contained in the clone that 
produces the recognized amino acid sequence. 

Example I 

30 To illustrate certain aspects of the present invention, 
a method for determining th antibody recognition sites 
on insulin will now be described. 
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Production of hybridoma cell lines > 

Several C57B1/10 mice are immunized intraperitoneally 
with 100 micrograms of human insulin precipitated in 
alum, mixed with 2x10^ killed Bordatella pertussis 
5 organisms as adjuvent. A second injection of 100-200 
micrograms of insulin in saline is given a month later. 

Three days after the second injection, the mice are 
killed by neck dislocation, the spleens are removed 
aseptically and transferred into a bacteriological-type 

10 plastic petri dish containing 10 ml of GKN solution. 
GKN solution contains, per 1 liter of distilled water: 
8 g NaCl, 0.4 g KCl, 1.77 g Na2HP04 * 2H2O , 0.69 g 
NaHjPO^'HjO, 2 g glucose, and 0.01 g phenol red. The 
cells are teased from the capsule with a spatula. 

15 Clumps of cells are further dispersed by pipetting up 
and down with a 10 ml plastic pipette. The suspension 
is transferred to a 15 ml polypropylene tube where 
clumps are allowed to settle for 2 to 3 minutes. The 
cell suspension is decanted into another tube and 

20 centrifuged for 15 minutes at 170 G at room temperature. 
The cells are washed again in GKN and finally 
resuspended in 1-2 ml GKN. A 20 microliter aliquot of 
the cell suspension, stained with 1 ml of trypan blue 
solution, is counted to determine the yield of spleen 

25 cells. 

8 7 
10 washed spleen cells and 5 x 10 S-azaguanine 

resistant myeloma cells (e.g., cell line X63Ag8. 6.5.3; 

FO; or Sp2/0-Agl4) are combined in a 50 ml conical tube 

(Falcon 2070). The tube is filled with GKN and spun at 

30 170-200 #G at room temperature. The supernatant is then 

withdrawn, and 0.5 ml of a 50% solution of polyethylene 

glycol in GKN is added dropwise to the pellet. This 

addition is accomplished over a one minute period at 

room temperature as the pellet is broken up by 
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agitation. After 90 seconds 5-10 ml of GKN are added 
slowly over a period of 5 minutes. The cell suspension 
is then left for 10 minutes, after which large clumps of 
cells are dispersed by gentle pipetting with a 10 ml 
5 pipette. The cell suspension is then diluted into 500 ml 
of Dulbecco*s modified Eagles medium containing 10% 
fetal calf serum and HAT. 1 ml aliquots are distributed 
into 480 wells of Costar-Trays (Costar Tissue Culture 
Cluster 24r Cat. No. 3524, Costar, 205 Broadway, 

10 Cambridge, MA) already containing 1 ml HAT medium and 

10^ peritoneal cells or 10^ spleen cells. The trays are 
kept in a fully humidified incubator at 37^C in an 
atmosphere of 5% CO2 in air. After 3 days and twice a 
week thereafter, 1 ml medium is removed from each well 

15 and replaced with HAT medium. After 7-10 days the wells 
are inspected for hybrids and the HAT medium is replaced 
with HT medium. Cell populations of interest are 
expanded by transfer into cell culture bottles for 
freezing, cloning, and product analysis. 10^ peritoneal 

20 cells are added at this time to each culture bottle. 

Hybridomas produced by the methods outlined above are 
propagated and cloned, using standard techniques. The 
monoclonal antibody produced by each hybridoma line is 
purified from the culture supernatant and concentrated 
25 by affinity chromatography on a protein A-sepharose 
column. 

Production of cene library 

cDNA is synthesized from a heterogeneous population of 
mRNA. The cDNA is randomly sheared and the 15 
30 nucleotj.de fragments are retrieved by electrophoresis. 
Th se fragments are inserted, in phase, into the 
structural gene encoding beta-galactosidase of lambda-gt 
11, according to the method disclosed in Pieczenik, U.S. 
T^^i.«„4- Each of the resulting clones produces 
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the normal lambda-gt 11 protein containing a foreign 
sequence of 5 amino acid residues encoded by the 15 
nucleotide fragment inserted into the beta-galactosidase 
gene. 

5 Screening and precise identification 
of the antibody binding sites 

The library is plated at a density of 25,000 plaques per 
150-mm plate and immunologically screened, using a pool 
of those monoclonal antibodies reactive with human 
10 insulin and unreactive with unmodified lambda-gt 11 
phage. The immunological screening is carried out 
essentially according to the method described by Young, 
R.A. et al. Science (1983) 222, 778, which is hereby 
incorporated by reference. 

15 The lambda-gt 11 clones identified by the screening 

procedure are introduced as lysogens into E. coli strain 
RY 1089 (ATCC 37,195). Lysogens are grown dt 32*^C in 
media containing 50 micrograms of ampicillin per 
milliliter until absorbance at 550mm is 0.4 to 0.8. The 

20 phages are induced at 44^C by shaking gently for 20 
minutes and then isopropyl-thiogalactoside (IPTG) is 
added to a final concentration of 2mM, and the culture 
is shaken an additional hour at 37^C in order to enhance 
expression of beta-galactosidase and possible fusion 

25 proteins. 

Lysates are then subjected to electrophoresis on a 

sodium dodecyl sulf ate-polyacrylamide gel (SDS-PAGE) and 

electroblotted into nitrocellulose. Pellet d cells from 

0.1 ml 9f each lysogen culture are dissolved in 20 
« 

30 microlit rs of SDS gel sample buffer (3% SDS, 10% 

glycerol, 10 mM dithiothreitol , 62 mM tris-HCl, pH 6.8) 
at 95^C for 5 minutes for el ctrophoresis. Western blot 
analysis is performed according to a modification of the 
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method of Towbin H. et al. (1979) Proc. Natl, Acad, Sci, 

U.S. A, 29 4350. Proteins are separated by SDS-PAGE 

according to the method of Laemmli (1970) Nature 277 680 

with a 4.5% stacking gel and an 8-12% gradient gel. The 

5 filter is reacted for 90 minutes with a single one of 

the monoclonal antibodies selected above diluted to a 

concentration of 1:20,000 with PBS containing 0.05% 

Tween-20 and 20% FCS. Filter-bound antibody is 
125 

incubated with I-labeled sheep antiserum prepared 
10 against whole mouse antibody (diluted to 2 X 10^ cpm/ml 
with PBS containing 0.05% Tween-20 and 20% FCS) and then 
detected by autoradiography. The lysogen that is 
reactive with the specific antibody used contains the 
engineered lambda-gt 11 clone whose beta-galactosidase 
15 enzyme is fused to a 5 amino acid sequence that 

corresponds to the 5 amino acid sequence of insulin 
recognized by the antibody. The electrophoresis and 
electroblotting steps are repeated for each of the 
monoclonal antibodies selected above, and the specific 
20 sequences on the insulin molecule recognized by each of 
these antibodies is identified. 

Example II 

The method of Example 1 is modified to eliminate the 
step of innoculating the mice with human insulin. An 

25 identical harvesting procedure is used to obtain spleen 
cells from mice that have not been antigenically 
stimulated. The spleen cells are hybridized with 
myeloma cells as described in Example 1, and the 
resulting hybridomas are propagated and cloned. 

30 Notwithstanding the limination of the antig nic 
stimulation step^ screening identifies clones that 
produce antibodies reactive with human insulin* 

Example III 



« ! 
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To further illustrate the invention, a method for 
creating and screening a cDNA expression library will 
now be described. In this example, the cDNA library is 
prepared from chicken smooth muscle mRNA. 

5 Production of Gene Library 

Total smooth muscle RNA is prepared from 11-day 
embryonic chicken stomachs and gizzards according to the 
method of Chirgwin, J-M. et al., (1979) Biochemistry 18 
5294 and Feramisco, J.R. et al., (1982) J. Biol. Chem. 

10 257 11024. Poly {A)+ RNA is isolated by two cycles of 
adsorption to and elution from oligo{dT)-cellulose 
according to the method of Aviv, H. et al., (1972) 
Proc. Natl. Acad. Sci. USA £9 1408. Starting with about 
25 micrograms of poly(A) +RNA, first and second strand 

15 cDNA is synthesized using avian myeloblastosis virus 
reverse transcriptase. The double linker method of 
Kartz and Nicodemus, (1981) Gene 13 145 can be employed. 
The double stranded cDNA, with intact hairpin loops at 
the ends corresponding to the 5' ends of the poly(A)+ 

20 mRNA, are filled in with the Klenow fragment of E. coli 
DNA polymerase I (available from Boehringer Mannheim or 
New England BioLabs). The filled in cDNA is then 
ligated to ^^P-labeled Sal I octanucleotide linkers 
(available from Collaborative Research, Waltham MA). 

25 The cDNA with Sal I linkers attached to the end 

corresponding to the 3' end of the poly ( A) + mRNA is then 
treated with nuclease SI to destroy the hairpin loop and 
again is filled in with the Klenow fragment of E. coli 
DNA polymerase I. EcoRI octanucleotide linkers (also 

30 available from Collaborative Research) are ligated to 
the cDHfi. The DNA is digested to completion with both 
EcoRI and Sal I. A Sepharose 4B column equilibrated 
with lOmM Tris-HCl (pH 7.6) containing 1 mM EDTA and 300 
mM NaCl is used to isolate and purify those cDNA 

35 fragments 15 nucleotides long flanked by the two 
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octanucleotide linkers. 

The plasmid vector pUCSr described in Vieria et al. Gene 
19 (1982) 259, is digested to completion with EcoRI and 
Sal I and extracted twice with a 1:1 by volume mixture 
5 of phenol and chloroform. The 2.9 kilobase fragment is 
separated from the 16 nucleotide long fragment on a 
Sepharose 413 column, equilibrated as set forth above. 
Fractions containing the large fragment are pooled and 
precipitated with ethanol. cDNA is ligated to the 
10 vector at a weight ratio of vector to cDNA of 1000:1. 
Approximately 1 nanogram of cDNA is ligated to 1 
microgram of the plasmid vector. 

Conventional techniques are employed to transform E. 

coli strain DH-1 with the engineered pUC8 vector. The 
15 bacteria are plated onto 82 mm nitrocellulose filters 

(Millipore Triton-free HATF) overlaid on amplicillin 

plates to give about 1,000 colonies per filter. 

Colonies are replica plated onto nitrocellulose sheets 

(available from Schleicher & Schnell) and the replicas 
20 are regrown both on selective plates for antibody and 

hybridization screening and on glycerol plates for 

long-term storage at -70^C. 

Antibody Production and Immunological Screening 

Each plate is immunologically screened to identify 
25 colonies where the plasmid contains a 15 nucleotide cDNA 
insert corresponding to. a portion of the chicken 
tropomyosin gene. Monoclonal antibodies for use in the 
screening are developed as follows. 

« 

Spleen cells are harvested from donor mice that have 
30 been antigenically stimulated with chicken tropomyosin. 
Alternatively, sple n cells are harvested from mice that 
have not been antigenically stimulated. The spleen 
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cells are fused to myeloma cells to produce hybridoma 
strains. The monoclonal antibody produced by each 
hybridoma line is purified from the culture supernatant 
and concentrated by affinity chromatography on a protein 
5 A sepharose column. 

Antibodies are screened for reactivity with chicken 
tropomyosin and with the parental bacterial strain, DH- 
1, which does not contain a plasmid. Those antibodies 
reactive with the tropomyosin and unreactive with DH-1 
10 are selected for use in screening the transformed 
bacterial colonies. 

To prepare the bacterial colonies for screening, they 
are lysed by suspending the nitrocellulose filters for 
fifteen minutes in an atmosphere saturated with CHCl^ 

15 vapor. Each filter is then placed in an individual 
Petri dish in 10 ml of 50 mM Tris-HCl, pH 7.5/150 mM 
NaCl/5 mM MgCl2 containing 3% (wt/vol) bovine serum 
albumin, 1 microgram of DNase, and 40 micrograms of 
lysozyme per milliliter. Each filter is agitated gently 

20 overnight at room temperature, and then rinsed in saline 
(50 mM Tris-HCl, pH 7.5/150 mM NaCl). Each filter is 
incubated with a dilute saline solution of a monoclonal 
antibody selected from those antibodies exhibiting 
reactivity with tropomyosin but not with DH-1. The 

25 filters then are washed five times with saline at room 

temperature, from one half to one hour per wash. The 

6 125 

filters then are incubated with 5 x 10 cpm of I- 
labeled goat anti-mouse IgG having a specific activity 
of about 10^ cpm/microgram and diluted in 10 ml of 

30 saline containing 3% bovine serum albumin. The goat 
anti-mopse IgG can be an affinity purified fraction. 
The labeling is accomplished according to the 
chloramine-T procedure of Burridge, K. (1978) M thods 
Enzymol. 50 57. After one hour of incubation the 

35 filters are washed again in saline, with five or six 
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changes, at room temperature, dried, and 
autoradiographed 24-72 hours using Dupont Cronex 
Lightning Plus x-ray enhancing screens. In the 
inununological screenings, a filter is advantageously 
5 included upon which defined amounts of various purified 
proteins are spotted. This serves as a further control 
for the specificity of the immunological detection of 
the antigens. Quantities of less than 1 nanogram of 
purified protein can be detected in these assays. 

10 This procedure permits the identification and 

characterization of the specific five peptide sequence 
of the tropomyosin protein that is identified by a 
particular monoclonal antibody. As this immunological 
screening process is repeated with different monoclonal 

15 antibodies, several distinct antigenic sites on the 

tropomyosin protein are identified. The 15 nucleotide 
sequence of cDNA that encodes for each antigenic site is 
preserved in the cDNA library, and a source of antibody 
that recognizes each site is preserved in the separate 

20 hybridoma lines. 

Use 

The invention is useful to produce antibodies that 
recognize and bind to particular test species, and to 
determine either (1) the specific peptide sequence on a 

25 protein, enzyme, or peptide that an antibody recognizes 
or (2) an amino acid sequence with a configuration very 
close to the structure of a non-peptide test species 
recognized by an antibody. The invention is also useful 
to determine the nucleotide sequence encoding the amino 

30 acid sequence that is recognized by an antibody. 

TO identify a peptide sequence that closely approximates 
an antibody binding site on a test species, either an 
A-PIM or a P-AIM can be used. If an A-PIM is used. 
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then the test species is first contacted with the intact 
A-PIM. Any antibodies bound to inunobilized peptide 
sequences that have an affinity for the test species 
will be "competed off" the matrix to bind to the test 
5 species. The peptide sequence immobilized at a site 
where antibodies are "competed off" has a conformational 
similarity to the site on the test species where the 
antibodies are now bound. If a P-AIM is used, then the 
test species is first contacted with the intact P-AIM. 
10 The test species displaces any peptide sequences that 
have a sufficient conformational similarity to an 
antibody recognition site on the test species that an 
antibody capable of binding to the peptide sequence is 
also capable of binding to the test species. Displaced 
15 peptide sequences can then be titered of f- the matrix and. 
identified. It is not necessary that the test species 
be proteinaceous or derived from peptides. It can be, 
for example, a carbohydrate or a non-peptide drug. It 
can be expected that the recognition site of a non- 
20 peptide substance is closely approximated by the 

conformation of a peptide sequence. A test species can 
disturb the binding at more than a single site on a 
matrix; this could occur because there is more than one 
distinct antibody recognition site on the test species 
25 or because two or more distinct peptide sequences are 
each similar in conformation to a recognition site on 
the test species. It is not necessary that the test 
species be immunogenic, i.e., induce the production of 
antibodies in vivo if innoculated into a mammal; the 
30 antibody binding sites of a test species can be 

characterized notwithstanding that the test species is 
not immunogenic. 

Where the t st species is a disease producing agent, 
such as a virus or bacteria, then the peptide sequences 
35 that are similar in conformation to the antibody 

recognition sites of the disease producing agent can be 
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employed to develop a vaccine. A synthetic antigen 
incorporating the identified peptide sequence or 
sequences, when injected into a patient's bloodstream, 
induces the production of antibodies against the disease 
5 producing agent. 

Where the test species is the recombinant gene product 
of a gene expression library, one is able to determine 
precisely what regions of the gene product make up 
antibody recognition sites. The identified peptide 
10 sequences correspond to sequences contained in the gene 
product that are recognized by antibodies. 

Where the test species is a gene product, such as, for 
example, a protein, enzyme, or peptide, then the 
invention also provides a means for locating in a genome 

15 the gene encoding for the gene product. After the 
peptide sequences identified from screening the gene 
product through the matrix are identified, the 
recombinant cell lines that produced those peptide 
sequences are identified and the recombinant nucleotide 

20 sequences encoding those peptide sequences are 

recovered. The nucleotide sequences can then be used as 
a DNA probe to locate on the genome the gene encoding 
for the gene product. Since each nucleotide sequence is 
fairly short, i.e., from 5 to 12 triplets in length, it 

25 can be expected that any one sequence, or a closely 
similar sequence, would be repeated more than once in 
the genome. Therefore, several distinct nucleotide 
sequences, each encoding a distinct peptide sequence, 
are advantageously employed in a DNA probe. A region on 

30 a chromosome where several nucleotid sequences 
hybridise in close proximity identifies the gene 
encoding for the gene product. 



To determine the peptid sequenc recognized by a 
particular antibody of interest, either a PIM or a P- 
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can be used. If a PIM is used, it is not necessary that 
each immobilized peptide sequence be bound to a 
corresponding antibody. The antibody of interest can be 
contacted directly with a matrix of immobilized peptide 
sequences. Any immobilized sequences that are bound by 
the antibody of interest can then be directly 
identified. If a P-AIM is used, then the antibody of 
interest is first contacted with the intact P-AIM. Any 
peptide sequences bound to immobilized antibodies that 
can be recognized by the antibody of interest will be 
"competed off" the matrix to bind with the antibody of 
interest. Peptide sequences that have been "competed 
off" the matrix by the presence of the antibody of 
interest can then be titered off the matrix and 
identified. 

Where it is desired to determine the nucleotide sequence 
encoding the peptide sequence recognized by an antibody 
of interest, the recombinant cell line that produces the 
peptide sequence recognized by the antibody can be 
20 identified and the nucleotide sequence encoding the 
peptide sequence can be recovered and sequenced. 

Where the antibody of interest is an antibody produced 
by a patient suffering from an aiutoimmune disease and 
the antibody attacks the patient's own cells, impairing 

25 the functioning of those cells, then the peptide 

sequence recognized by the antibody can provide a basis 
for treating the patient. The peptide sequence 
recognized by the antibody can be administered to the 
patient in an effective amount to competitively inhibit 

30 the antibody from attacking the patient's own cells in 
vivo. The patient's condition will be improved since 
fewer antibodies will be available to attack the living 
cells, and the administration of peptides will not 
induce further antibody production since the peptides 

35 are too short to induce an immunogenic response. 



10 
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To identify an antibody that reacts with a test species, 
an AIM is used. It is not necessary that each 
immobilized antibody be bound to a corresponding peptide 
sequence. The test species can be contacted directly 
5 with a matrix of immobilized antibodies. Any 

immobilized antibodies bound to the test species can be 
directly identifiedr and the clones producing those 
antibodies can be cultured to provide a source of the 
antibodies. It is not necessary that the test species 

10 be proteinaceous or derived from peptides. It can be, 
for example, a carbohydrate or a non-peptide drug. It 
is not necessary that the test species be immunogenic. 
It is possible to obtain antibodies that recognize a 
test species notwithstanding that the test species does 

15 not induce antibody production in vivo . 

The antibodies that recognize the test species can be 
used in an immunoassay to test for the presence of the 
test species in a biological sample. 

Where the test species is associated with a disease, 
20 then an antibody that recognizes the test species can be 
used in a diagnostic test kit to determine the condition 
of a patient. The antibody is contacted with an 
appropriate sample from the patient to test for the 
presence of the test species, which is associated with a 
25 particular disease. The antibody can be incorporated 

into a diagnostic test kit that recognizes an epitope on 
a disease associated substance. 

Where the test species is a population of malignant 
cells from a patient, e.g., cancer cells, then an 
30 antibody that recognizes the malignant cells while not 
recognizing healthy cells from the patient can be used 
to target drugs to the malignant cells. A sample of 
malignant cells is contacted with an AIM and antibodies 
bind to the malignant cells are identified. A 
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sample of healthy cells from the patient is contacted 
with a replica of the matrix r and antibodies that bind 
to the malignant cells, but not to the healthy cells, 
are selected. A hybridoma line producing selected 
5 antibodies is cultured to provide a source of the 

selected antibodies. A drug, e.g., cytotoxic agent, is 
then linked to the selected antibodies, and an effective 
amount of the drug-linked antibodies is administered to 
the patient. 

10 Other Embodiments 

Other embodiments are within the following claims. 

For example, it is not necessary that the matrix be 
constructed by immobilizing the antibodies or the amino 
acid sequences on a substrate. Each clone producing an 

15 antibody can be cultured separately, and each clone 

producing a peptide sequence can be cultured separately. 
Each antibody is tested individually with each peptide 
sequence. Correspondence between individual antibodies 
and the peptide sequences recognized by them can be 

20 recorded. A test species can then be tested against 

each of the individual antibody producing cultures. Any 
antibodies that bind to the test species can be 
identified, and the specific peptide sequence recognized 
by the antibody can be determined by the corresponding 

25 peptide sequence-producing culture. Similarly, a test 
antibody can be tested against each of the individual 
peptide sequence producing cultures. The specific 
peptide sequence or sequences recognized by the test 
antibody can be det rmined directly by characterizing 

30 the unijjue peptide sequence produced by any cultures 
that show a positive binding response with the test 
antibody. This general method can readily be applied to 
any of the specific uses of a matrix set forth abov . 
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10 



In a further alternative embodiment of the invention, a 
submatrix can be created containing those antibody- 
peptide sequence binding pairs that are reactive with a 
test species of interest. The test species can be a 
peptide, enzyme, protein, a non-peptide drug, or other 
non-peptide bioactive substance. The test species is 
screened on a matrix containing a full range of 
antibodies and peptide sequences. Those antibody- 
peptide sequence binding pairs reactive with the test 
species are selected to form a submatrix. The submatrix 
is useful in further investigation of the immunological 
and conformational properties of the test species. 
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WHAT IS CLAIMED IS: 
!• A population of oligonucleotides r wherein: 

each member of the population comprises between 1 
and about 50 tandem sequences of from about 4 to 
about 12 nucleotide triplets, 

each member of the population has the same number 
of tandem repeating sequences of the same length r 

each of the tandem sequences encodes for a 
corresponding peptide sequence of about 4 to about 
12 L-amino acid residues, and 

the population encodes for at least about 10% of 
all peptide sequences of the selected length, 

2. The oligonucleotide population of claim 1 wherein 
each member of the population comprises a single 
copy of the sequence of nucleotide triplets, 

3, The oligonucleotide population of claim 1 wherein 
each sequence comprises from 5 to 7 nucleotide 
triplets • 

4, The oligonucleotide population of claim 2 wherein 
the population is generated by shearing of 
mammalian genetic material. 

5. The oligonucleotide population of claim 1 wherein 
the population is chemically synthesized from the 
component nucleic acids. 
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6. A population of peptides r wherein: 

each member of the population comprises from 1 to 
about 50 tandem peptide sequences of about 4 to 
about 12 L-amino acid residues, 

each member of the population has the same number 
of tandem sequences of the same length, and 

the population contains at least about 10% of all 
possible peptide sequences of the selected length. 

1. The peptide population of claim 6 wherein each 

member of the population comprises a single copy of 
the peptide sequence. 

8. The peptide population of claim 6 wherein each 
sequence comprises from 5 to 7 L-amino acid 
residues. 

9. The peptide population of claim 7 wherein the 
population is generated by shearing of proteins. 

10. The population of claim 6 wherein the population is 
chemically synthesized from the component L-amino 
acids. 
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11. A population of vectors r comprising: 

substantially identical autonomously replicating 
nucleic acid sequences wherein at least a portion 
of each sequence is a structural gene, and 

oligonucleotide inserts comprising a population of 
from 1 to about 50 tandem units of about 4 to about 
12 nucleotide triplets, wherein each 
oligonucleotide insert has the same number of 
tandem units of the same length, the population of 
oligonucleotide inserts is recombinantly inserted 
into the structural gene of one of the replicating 
sequences, a significant proportion of the vectors 
are capable of expressing their recombinant 
structural genes when transferred into appropriate 
host cells, and expression of the recombinant 
structural genes yields polypeptides comprising 
from 1 to about 50 tandem peptide sequences of 
about 4 to about 12 L-amino acid residues encoded 
by their respective oligonucleotide inserts. 

12. The vector population of claim 11 wherein each 
member of the oligonucleotide insert population 
comprises a single copy of the sequence of 
nucleotide triplets. 

13. The vector population of claim 11, wherein each 
unit comprises from 5 to 7 nucleic acid triplets. 

14. The peptide population produced by the vector 
population of claim 11. 

« 

15. The peptide population of claim 14, wherein each 
repeating sequence comprises from 5 to 7 nucleic 
acid triplets. 
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16. The vector population of claim 11 wherein the 
replicating sequence is a plasmid. 

17. The vector population of claim 16 wherein the 
plasmid is pBR322. 

18. The vector population of claim 11 wherein the 
replicating sequence is a virus. 

19. The vector population of claim 18 wherein the virus 
is lambda-gt 11. 

20. The vector population of claim 18, wherein the 
virus is a strain of vaccinia. 

21. The vector population of claim 11 wherein the 
replicating sequence comprises a filamentous 
bacteriophage. 

22. The vector population of claim 21 wherein the 
filamentous bacteriophage is pUC8. 

23. A method of modifying a vector to create a modified 
vector possessing an epitope on its outside surface 
and of identifying the modified vector, the method 
comprising the steps of: 

isolating a plurality of an appropriate vector 
comprising an autonomously replicating DNA element, 

cleaving the circular DNA at random with r spect to 
nucleotide sequence r producing a population of 
linear DNA molecules comprising circular 
permutations of the same nucleotide sequence, 

joining a unique oligonucleotide sequence to the 

- r^Ma mniecules^ the unique 



wo 87/01374 



PCT/LS86/01796 



•37- 

oligonucleotid sequence not otherwise existing in 
the DNA element and comprising at least a portion 
of a structural gene of a foreign organism, 

rejoining the ends to form circular double stranded 
DNA molecules having the oligonucleotide of unique 
sequence inserted at random with respect to the 
nucleotide sequence of each circular DNA molecule, 

transferring the circular DNA having the unique 
insert sequence to a host organism under conditions 
permitting replication of the DNA, 

screening the progeny of the circular DNA having a 
unique insert sequence with a monoclonal or 
polyclonal antibody that recognizes the foreign 
structural gene, the progeny bearing the insert in 
a non-essential region of the DNA and expressing 
the insert in such a manner that its product is 
recognized by the antibody. 

24. A heterogeneous population of antibodies, 
comprising antibodies capable of binding to 
substantially every member of the peptide 
population of claim 6. 

25. A method of producing a heterogeneous population of 
antibodies, the method comprising the steps of: 

harvesting lymph cells from a mammal that has not 
been antigenically stimulated with a particular 
antigen, 
\ 

fusing the lymph cells with myeloma cells to 
produce hybridoma cells, and 

culturing individual hybridoma cell lin s, the cell 
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lines capabl of producing antigens that are 
capable of recognizing a broad range of antigens, 

26. The method of claim 25r wherein the mammal is 
raised aseptically until the lymph cells are 
harvested. 

27. The method of claim 25 r wherein the lymph cells are 
harvested from a fetal mammal or from a neonatal 
mammal not yet capable of responding to antigenic 
stimulation* 

28. A population of binding pairs comprising: 

a population of peptide sequences of the same 
length, the length being about 4 to about 12 L- 
amino acid residues, the population comprising at 
least 10% of all peptide sequences of the selected 
length, and 

a heterogeneous population of antibodies comprising 
antibodies capable of binding to substantially 
every member of the oligopeptide population, 

substantially every member of the peptide 
population being bounded to its corresponding 
antibody. 
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29. A matrix comprising: 

a population of peptide sequences of the same 
lengthy the length being about 4 to about 12 L- 
amino acid residues r the population comprising at 
least 10% of all peptide sequences of the selected 
length, and 

a heterogeneous population of antibodies comprising 
antibodies capable of binding to substantially 
every member of the oligopeptide population. 

30. The matrix of claim 29, wherein each of the peptide 
sequences is immobilized on an appropriate 
substrate and the immobilized peptide sequences are 
contacted with the antibodies. 

31. The matrix of claim 30, wherein each of the 
antibodies is labeled with an appropriate label 
that does not interfere substantially With binding 
and provides a means for identifying binding pairs. 

32. The matrix of claim 29 wherein each of the 
antibodies is immobilized on an appropriate 
substrate and the immobilized antibodies are 
contacted with the peptide sequences. 

33. The matrix of claim 32, wherein each of the peptide 
sequences is labeled with an appropriate label that 
does not interfere substantially with binding and 
provides a means for identifying binding pairs. 

34. Th|e matrix of claim 33 wherein each of the peptide 
sequences is located on the surface of a fusion 
protein or modified vector, the protein or vector 
itself comprising the label. 
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35. The matrix of claim 29, wherein each of the peptide 
sequences is contacted with each of the antibodies 
until at least one peptide sequence-antibody 
binding pair is identified. 

36. A submatrix comprising: 

a population of peptide sequences of the same 
length, the length being about 4 to about 12 L- 
amino acid residues, the population comprising a 
significant proportion of those peptide sequences 
of the selected length having sufficient 
conformational similarity with the antibody binding 
sites of a test species that an antibody capable of 
binding to an antibody binding site of the test 
species is also capable of binding to a member of 
the peptide population, 

a heterogeneous population of antibodies comprising 
antibodies capable of binding to substantially 
every member of the oligopeptide population. 

37. The submatrix of claim 36 wherein each of the 
peptide sequences is contacted with each of the 
antibodies until at least one individual antibody- 
peptide sequence binding pair is identified. 

38. The submatrix of claim 36 wherein each of the 
peptide sequences is immobilized on an appropriate 
substrate and the immobilized peptide sequences are 
contacted with the antibodies. 

39. Th^ submatrix of claim 36 wherein each of the 
antibodies is immobilized on an appropriate 
substrat and the immobilized antibodies are 
contacted with the peptide sequences. 
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40* The submatrix of claim 36 wherein the test species 
is a virus or bacteriophage. 

41. The submatrix of claim 36 wherein the test species 
is selected from the group of enzymes, proteins, 
and polypeptides* 

42. The submatrix of claim 36 wherein the test species 
is selected from the group of non-peptide drugs and 
non-peptide bioactive substances. 

43. A method for constructing a matrix comprising: 

obtaining a population of peptide sequences having 
about 4 to about 12 L-amino acid residues, each 
member of the population having the same length, 
the population comprising at least 10% of all 
peptide sequences of the predetermined length, 

obtaining a heterogeneous population of antibodies, 
comprising antibodies capable of binding to 
substantially every member of the peptide sequence 
population, and 

contacting the antibodies with the peptide 
sequences for a sufficient amount of time and under 
appropriate conditions so that at least one peptide 
sequence-antibody binding pair is created. 

44. The method of claim 43, further comprising the step 
of: 

la|Deling the antibodies, the peptide sequences, or 
both with an appropriat label that does not 
interfere substantially with binding and provides a 
means for identifying any binding pairs. 



wo 87/01374 



PCT/LS86/01796 



-42- 

45. The method of claim 43, wherein each of the peptide 
sequences is purified, each of the antibodies is 
purified, and each of the peptide sequences is 
contacted with each of the antibodies until at 
least one peptide sequence-antibody binding pair is 
identified. 

46. The method of claim 45, wherein each of the peptide 
sequences is contacted individually with each of 
the antibodies until at least one peptide 
sequence-antibody binding pair is identified. 

47. The method of claim 43, wherein each of the peptide 
sequences is immobilized on an appropriate 
substrate and the immobilized peptide sequences are 
contacted with the antibodies. 

48. The method of claim 47, wherein each of the 
antibodies is labeled with an appropriate label 
that does not interfere substantially with binding 
and provides a means for identifying binding pairs. 

49. The method of claim 43, wherein each of the 
antibodies is immobilized on an appropriate 
substrate and the immobilized antibodies are 
contacted with the peptide sequences. 

50. The method of claim 49, wherein each of the peptide 
sequences is labeled with an appropriate label that 
does not interfere substantially with binding but 
provides a means for identifying binding pairs. 

51. The method of claim 50 wherein each of the peptide 
sequences is located on the surface of a fusion 
protein or modified vector, the protein or vector 
itself comprising the label. 

SUESTn J 6 £ SHEET 



wo 87/01374 



PCT/LS86/0I796 



-43- 

52. The method of claim 43 wh rein each of the peptide 
sequences is translated from a genetically 
engineered vector as a portion of a larger fusion 
polypeptide. 

53. The method of claim 52 wherein each peptide 
sequence is excised from its parent polypeptide. 

54. A method for determining immunological and/or 
genotypic properties of a test species ^ wherein the 
test species is an antibody, virus, bacteriophage, 
enzyme, protein, polypeptide, non-peptide drug, or 
non-peptide bioactive substance, the method 
comprising the steps of: 

constructing a matrix comprising a population of 
peptide sequences of the same length, the length 
being about 4 to about 12 L-amino acid residues, 
the population comprising at least 10% of all 
peptide sequences of the selected length; and a 
heterogeneous population of antibodies comprising 
antibodies capable of binding to substantially 
every member of the peptide sequence populations- 
contacting the antibodies with the peptide 
sequences, for a sufficient amount of time and 
under appropriate conditions so that at least one 
peptide sequence-antibody binding pair is created, 

contacting the test species with the matrix, 

observing where the test species disturbs the 
binding pairs, and identifying the peptide sequence 
or the antibody at the site or sites wh re binding 
is disturbed. 

55. A method of identifying a specific peptide sequence 
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that has sufficient conformational similarity to an 
antibody recognition site on a test species that an 
antibody capable of recognizing and binding to the 
recognition site may also be capable of binding to 
the peptide sequence ^ the method comprising the 
steps of: 

contacting the test species with a matrix, 

observing where the test species disturbs the 
binding pairs, and 

identifying a peptide sequence comprising a binding 
pair disturbed by the presence of the test species. 

56. The method of claim 55, wherein the matrix is a 
peptide immobilized matrix wherein each immobilized 
peptide sequence forms a binding pair with a 
corresponding antibodyr and the peptide sequence 
immobilized at a site where binding is disturbed is 
identified. 

57. The method of claim 55, wherein the matrix is an 
antibody immobilized matrix wherein each 
immobilized antibody forms a binding pair with a 
corresponding peptide sequence, and a peptide 
sequence displaced by the presence of the test 
species is identified. 

58. A method of developing a vaccine against a disease 
producing agent, the method comprising the steps 
of: 

contacting the disease producing agent with a 
matrix, observing where the disease producing agent 
disturbs the binding pairs, 
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identifying the peptide sequenc comprising a 
binding pair disturbed by the presence of the 
disease producing agents and 

constructing an antigen comprising the peptide 
sequence. 

59. The method of claim 58r wherein the matrix is a 
peptide immobilized matrix wherein each immobilized 
peptide sequence forms a binding pair with a 
corresponding antibody, and the peptide sequence 
immobilized at a site where binding is disturbed is 
identified. 

60. The method of claim 58, wherein the matrix is an 
antibody immobilized matrix wherein each 
immobilized antibody forms a binding pair with a 
corresponding peptide sequence, and a peptide 
sequence displaced by the presence of the disease 
associated substance is identified. 

61. A method of characterizing a recombinant gene 
product of a gene expression library, the method 
comprising the steps of: 

contacting the recombinant gene product with a 
matrix, 

observing where the gene product disturbs the 
binding pairs, and. 

identifying the peptide sequence comprising a 
binding pair disturbed by the presence of the 
recombinant gene product. 

62. The method of claim 61, wherein the matrix is a 
peptide immobilized matrix wherein each immobilized 
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peptide sequence forms a binding pair with a 
corresponding antibody, and the peptide sequence 
immobilized at a site where binding is disturbed is 
identified. 

63. The method of claim 61 , wherein the matrix is an 
antibody immobilized matrix wherein each 
immobilized antibody forms a binding pair with a 
corresponding peptide sequence, and a peptide 
sequence displaced by the presence of the 
recombinant gene product is identified. 

64. A method of locating, in a genome, the gene 
encoding for a protein, enzyme, or peptide, the 
method comprising: 

contacting the protein, enzyme, or peptide with a 
matrix, 

observing where the protein disturbs the binding 
pairs, 

identifying the recombinant cell line that produced 
a peptide sequence comprising a binding pair 
disturbed by the presence of the protein, enzyme, 
or peptide, and 

using the nucleotide sequence of the 
oligonucleotide insert encoding for the peptide 
sequence as a DNA probe to locate the gene encoding 
for the protein. 

65. The method of claim 64, wherein the matrix is a 
peptide immobilized matrix wherein each immobilized 
peptide sequence forms a binding pair with a 
corresponding antibody, and the peptide sequenc 

• — ^ site where binding is disturbed is 
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identified. 

66. The method of claim 64, wherein the matrix is an 
antibody immobilized matrix wherein each 
immobilized antibody forms a binding pair with a 
corresponding peptide sequence, and a peptide 
sequence displaced by the presence of the protein, 
enzyme, or peptide is identified. 

67. A method of determining a peptide sequence 
recognized by a first antibody, the method 
comprising the steps of: 

contacting the first antibody with a matrix, 

observing where the first antibody binds to a 
matrix-associated peptide sequence, and 

identifying the peptide sequence. 

68. The method of claim 67, wherein the matrix is a 
peptide immobilized matrix and the peptide sequence 
immobilized at a site where binding is disturbed is 
identified. 

69. The method of claim 67, wherein the matrix is an 
antibody immobilized matrix wherein each 
immobilized antibody forms a binding pair with a 
corresponding peptide sequence, and a peptide 
displaced by the presence of the first antibody is 
identified. 

70. A ipethod of determining the nucleotide sequence 
that encodes for a peptide sequence recognized by a 
first antibody, the m thod comprising the steps of: 

contacting the first antibody with a matrix. 
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observing where the first antibody binds to a 
matrix-associated peptide sequence, 

identifying the genetically recombinant cell line 
that produced the peptide sequence, and 

determining the sequence of the oligonucleotide 
encoding for the peptide sequence inserted in the 
vector transferred into the cell line. 

71. The method of claim 70, wherein the matrix is a 
peptide immobilized matrix and the peptide sequence 
immobilized at a site where binding is disturbed is 
identified. 

72. The method of claim 70, wherein the matrix is an 
antibody immobilized matrix wherein each 
immobilized antibody forms a binding pair with a 
corresponding peptide sequence, and a peptide 
sequence displaced by the presence of the first 
antibody is identified. 

73. A method for treating a human patient suffering 
from an autoimmune disease wherein antibodies 
produced by the patient recognize and impair the 
functioning of the patient's own cells, the method 
comprising the steps of: 

isolating antibodies produced by the patient that 
recognize the patient's own cells, 

contacting the antibodies with a matrix, 

observing where the antibodies disturb the binding 
pairs, 

identifying the peptide sequence comprising a 
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binding pair disturbed by the presence of the 
antibodies, and 

administering to the patient an effective amount of 
the peptide sequence to competitively inhibit in 
vivo the antibodies from binding to the patient's 
own cells and thereby to improve the condition of 
the patient. 

74. The method of claim 73, wherein the matrix is a 
peptide immobilized matrix and the peptide sequence 
immobilized at a site where binding is disturbed is 
identified. 

75. The method of claim 73, wherein the matrix is an 
antibody immobilized matrix wherein each 
immobilized antibody forms a binding pair with a 
corresponding peptide sequence, and a peptide 
sequence displaced by the presence of the 
antibodies produced by the patient is identified. 

76. A method of identifying and selecting an antibody 
that reacts with a test species, the method 
comprising the steps of: 

contacting the test species with an antibody 
immobilized matrix, 

observing where the test species binds to an 
immobilized antibody, and 

identifying th antibody immobilized at a site 
where binding occurs. 

77. A method of testing for the presence of a test 
species, the method comprising the steps of: 
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contacting the test species with an antibody- 
immobilized matrix, 

observing where the test species binds to an 
immobilized antibody, 

identifying the antibody immobilized at a site 
where binding occursr 

culturing a hybridoma cell line from which the 
identified antibody was derived to provide a source 
of the identified antibody, and 

using the identified antibody in an immunnoassay to 
test for the presence of the test species, 

78. A diagnostic test comprising , the steps of: 

contacting a disease associated substance with an 
antibody-immobilized matrix, 

observing where the disease associated substance 
binds to an immobilized antibody, 

identifying the antibody immobilized at a site 
where the binding occurs, 

culturing the hybridoma cell line from which the 
identified antibody was derived to provide a source 
of the identified antibody, and 

contacting the antibody with an appropriate sample 
from a patient to test for the presence of the 
disease associated substance. 



79. 



a diagnostic test kit 
recognizes an pitope 



comprising an antibody that 
on a disease associated 
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substancer wherein the antibody is prepared by: 

contacting the disease associated substance with an 
antibody-iromobilized matrix, 

observing where the disease associated substance 
binds to an immobilized antibody r 

identifying the antibody immobilized at a site 
where binding occurs, and 

culturing the hybridoma cell line from which the 
identified antibody was derived to provide a source 
of the indentified antibody. 

80. A method for targeting a drug in a human patient to 
a specific class of malignant cells, the method 
comprising the steps of: 

isolating a first sample of malignant cells from 
the patient and a second sample of healthy cells 
from the patient, 

contacting the first cell sample with an antibody 
immobilized matrix, 

observing where the first cell sample binds to the 
matrix and identifying the immobilized antibodies 
that bind to the first cell sample, 

screening the identified antibodies for reactivity 
with a second cell sample and selecting thos 
antjibodies capable of binding to members of the 
first cell sample but incapable of binding to 
members of the second cell sample. 



culturing at least one of the hybridoma cell lines 
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from which the selected antibodies were derived to 
provide a source of the selected antibodies ^ 

linking the drug molecules to a population of 
antibodies comprising the selected antibodies, and 

administering a malignant-cell-growth-af f ecting 
amount of the drug-linked antibodies to the 
patient. 
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